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Supplementary Figure 11: Codon usage in Paramecium species. Shown is the
frequency of each codon for each amino acid across the Paramecium species included in
this study.
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Supplementary Figure 12: Decay of linkage disequilibrium across the mitochondrial
genomes of P. tetraurelia, P. sexaurelia, and P. caudatum.
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SUPPLEMENTARY TABLES

Supplementary Table 1: dN/dS across the Paramecium phylogeny (sorted by lowest to
highest value of dN/dS).

gene dN/dS
NADH dehydrogenase subunit 10 0.0071
NADH dehydrogenase subunit 1 b 0.0159
NADH dehydrogenase subunit 7 0.0177
ribosomal protein L14 0.0220
apocytochrome b 0.0221
Ymf68 0.0234
NADH dehydrogenase subunit 3 0.0296
NADH dehydrogenase subunit 6 0.0305
cytochrome c oxidase subunit 1 0.0337
NADH dehydrogenase subunit 4 0.0338
Ymf57 0.0342
Ymf80 0.0347
NADH _dehydrogenase subunit 1 a 0.0396
ribosomal protein S12 0.0406
cytochrome ¢ oxidase subunit 2 0.0433
ribosomal protein L16 0.0482
ribosomal protein 12 0.0483
Ymf66 0.0491
ribosomal protein L6 0.0522
ribosomal protein S13 0.0544
NADH dehydrogenase subunit 4L 0.0559
NADH dehydrogenase subunit 5 0.0623
NADH dehydrogenase subunit 2 0.0661
Ymf79 0.0663
Ymf56 0.0703
Ymf78 0.0805
ribosomal protein S14 0.0818
Ymif65 0.0894
Ymf61 0.1018
Ymf67 0.1105
NADH dehydrogenase subunit 9 0.1158
Ymif84 0.1200
yejR 0.1241
Ymf59 0.1476
ribosomal protein_S3 0.1574
Ymf63 0.1632
ATP synthase FO subunit 9 0.1781
Ymf83 0.1803
Ymf76 0.1962
Ymf64 0.2154



https://doi.org/10.1101/281865
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/281865; this version posted October 6, 2018. The copyright holder for this preprint (which was not
certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under
aCC-BY-NC-ND 4.0 International license.

Supplementary Table 6: Neutrality indices (defined in the Methods section) in the
mitochondria of Paramecium species (divergence estimated using all 13 taxa).

P. tetraurelia P. sexaurelia P. caudatum
NI NIrg | NI NIrg | NI Nlrg
[SD] [SD] [SD]
All mitochondrial genes 1.521 0.765 | 0.281 0.213 [ 0.500 |0.314
[2.031] [0.475] [0.592]
Excluding Ymf genes 1.794 0.690 | 0.339 0.265 | 0.645 0.403
[2.515] [0.601] [0.706]
All mitochondrial genes with dS < | 1.379 0.829 | 0.539 0.371 | 0.513 0.314
1.0 [1.454] [0.843] [0.618]
All mitochondrial genes with dS < | 1.607 0.715 | 0.859 0.495 | 0.674 | 0.253
1.0, excluding Ymf genes [1.890] [1.211] [0.894]




